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DRAl-CTB construct translation PROTEIN-DNA 



MAISGVPVLGFFI lAVLMSA 
ATG GCC ATA AGT GGA GTC CCT GTG CTA GGA TTT TTC ATC ATA GOT GTG CTG ATG AGC GOT 

QESWAIKEEHVI IQAEFYLN 
CAG GAA TCA TGG GOT ATC AAA GAA GAA CAT GTG ATC ATC CAG GCC GAG TTC TAT CTG AAT 

PDQSGEFMFDFDGDEIFHVD 
CCT GAC CAA TCA GGC GAG TTT ATG TTT GAC TTT GAT GGT GAT GAG ATT TTC CAT GTG GAT 

MAKKETVWRLEEFGRFASFE 
ATG GCA AAG AAG GAG ACG GTC TGG CGG CTT GAA GAA TTT GGA CGA TTT GCC AGC TTT GAG 

AQGALANIAVDKANLEIMTK 
GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG GAC AAA GCC AAC CTG GAA ATC ATG ACA AAG 

RSNYTPITNVPPEVTVLTNS 
CGC TCC AAC TAT ACT CCG ATC ACC AAT GTA CCT CCA GAG GTA ACT GTG CTC ACG AAC AGC 

PVELREPNVLICFIDKFTPP 
CCT GTG GAA CTG AGA GAG CCC AAC GTC CTC ATC TGT TTC ATC GAC AAG TTC ACC CCA CCA 

VVNVTWLRNGKPVTTGVSET 
GTG GTC AAT GTC ACG TGG CTT CGA AAT GGA AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA 

VFLPREDHLFRKFHYLPFLP 
GTC TTC CTG CCC AGG GAA GAC CAC CTT TTC CGC AAG TTC CAC TAT CTC CCC TTC CTG CCC 

STEDVYDCRVEHWGLDEPLL 
TCA ACT GAG GAC GTT TAG GAC TGC AGG GTG GAG CAC TGG GGC TTG GAT GAG CCT CTT CTC 

KHWEFDAPSPLPETTEEFGG 
AAG CAC TGG GAG TTT GAT GCT CCA AGC CCT CTC CCA GAG ACT ACA GAG GAA TTC GGT GGT 

SGGSAQLEWELQALEKENAQ 
TCC GGT GGT TCC GCG CAG CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA AAC GCG CAG 

LEWELQALEKELAQGGSGGS 
CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA CTG GCG CAG GGC GGC TCC GGT GGT AGC 

ATPQNITDLCAEYHNTQIH 
GCC ACA CCT CAA AAT ATT ACT GAT TTG TGT GCA GAA TAC CAC AAC ACA CAA ATA CAT 

TLNDKIFSYTESLAGKREMA 
ACG CTA AAT GAT AAG ATA TTT TGG TAT ACA GAA TCT CTA GCT GGA AAA AGA GAG ATG GCT 

I ITFKNGATFQVEVPGSQHI 
ATC ATT ACT TTT AAG AAT GGT GCA ACT TTT CAA GTA GAA GTA CCA GGT AGT CAA CAT ATA 

DSQKKAIERMKDTLRIAYLT 
GAT TCA CAA AAA AAA GCG ATT GAA AGG ATG AAG GAT ACC CTG AGG ATT GCA TAT CTT ACT 

EAKVEKLCVWNNKTPHAIAA 
GAA GCT AAA GTC GAA AAG TTA TGT GTA TGG AAT AAT AAA ACG CCT CAT GCG ATT GCC GCA 

I S M A N * 
ATT AGT ATG GCA AAT TAA 




DRBl-biotag construct translation PROTEIN-DNA 



ATG GTG TGT CTG AAG TTC CCT GGA GGC TCC TGC ATG GCA GCT CTG ACA GTG ACA CTG ATG 
61/21 91/31 

VLSSPLALAGDTRPRFLEQV 
GTG CTG AGC TCC CCA CTG GCT TTG GCT GGG GAC ACC CGA CCA CGT TTC TTG GAG GAG GTT 
121/41 151/51 

KHECHFFNGTERVRFLDRYF 
AAA CAT GAG TGT CAT TTC TTC AAC GGG ACQ GAG CGG GTG CGG TTC CTG GAC AGA TAG TTC 
131/61 211/71 

YHQEEYVRFDSDVGEYRAVT 
TAT CAC CAA GAG GAG TAG GTG CGG TTC GAC AGC GAC GTG GGG GAG TAG CGG GGG GTG ACG 
241/81 271/31 

.ELGRPDAEYWITSQKDL.LEQK 
GAG CTG GGG CGG CCT GAT GCC GAG TAG TGG AAC AGC CAG AAG GAC CTG CTG GAG CAG AAG 
301/101 331/111 

RAAVDTYCRHNYGVGESFTV 
CGG GCC GGG GTG GAC ACC TAG TGC AGA CAC AA.C TAG GGG GTT GGT GAG AGC TTC ACA GTG 
361/121 391/131 

QRRVYPEVTVYPAKTQPLQH 
CAG CGG CGA GTG TAT CCT GAG GTG ACT GTG TAT CCT GCA AAG ACC CAG GCC CTG CAG CAC 
421/141 451/151 

HNLLVCSVNGFYPGSIEVRW 
CAC AAC CTG CTG GTC TGC TCT GTG AAT GGT TTC TAT CCA GGC AGC ATT GAA GTG AGG TGG 
481/161 511/171 

FRNGQEEKTGVVSTGLIQNG 
TTC CGG AAC GGC CAG GAA GAG AAG ACT GGG GTG GTG TCC ACA GGC CTG ATC CAG AAT GGA 
541/181 571/191 

DWTFQTLVMLETVPRSGEVY 
GAC TGG ACC TTC CAG ACC CTG GTG ATG CTG GAA ACA GTT CCT CGG AGT GGA GAG GTT TAG 
601/201 631/211 

TCQVEHPSLTSPLTVEWRAR 
ACC TGC CAA GTG GAG CAC CCA AGC CTG ACG AGC CCT CTG ACA GTG GAA TGG AGA GCA CGG 
661/221 691/231 

SESAQSKGGSGGSAQLKKKL 
TCT GAA TCT GCA CAG AGC AAG GGC GGC TCC GGT GGT AGC GCC CAG CTG AAG AAG AAA CTG 
721/241 ■ 751/251 

QALKKKNAQLKQKLQALKKK 
CAG GCT CTG AAA AAA AAG AAT GCC CAG CTG AAG CAG AAG CTG CAG GCC CTG AAG AAA AAG 
781/261 811/271 

LAQGSGGSAGGGLNDIPEAQ 
CTG GCT CAG GGT TCC GGT GGT TCC GCG GGT GGT GGT TTG AAC GAC ATC TTC GAA GCT CAG 
841/281 

K I E W H * * 
AAA ATC GAA TGG CAC TAA TAA 
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p MOLES CTB FUC GEO MEAN %GATED M2 



CONTROL-0 .2.32 8.1 

25pMOLES 2.25 6.1 

SOpMOLES 3.17 27.2 

1 OOpMOLES 2.78 20.4 

200pMOLES 3.07 " 27.5 

400pMOLES 3.52 40.4 

SOOpMOLES 5.59 73.0 

2000pMOLES 7.57 82.4 

SOOOpMOLES 20.82 97.1 



V 



BIKDING OF aAPC/CTB RAFTS TO C04+ 




Fin 31- 



CELLS+aAPC+RAFT(DR7VHAll) 





1 .74% 


' ■ """I. 


i-r-n-r,-,,!. . ..!,...„) . . ..i... 



3^ ft 



LIPOSOME FUC 



CELLS+aAPCfDR7/HAll) 




LIPOSOME FITC 



10' 10" 10" 
LIPOSOME FITC 



CELLS+aCD3+aCD28 CELLS+aAPC+RAFT(aCD3+aCD28) 




IL-2 PE IL-2 PE 



